
SYR-HDAC-5005-U sub seq list 2.ST25 
SEQUENCE LISTING 



<110> Syrrx, inc. 

<120> HISTONE DEACETYLASE INHIBITORS 

<130> SYR-HDAC-5005-U 

<140> US 10/803,344 

<141> 2004-03-17 

<150> US 60/455,437 

<151> 2003-03-17 

<150> US 60/531,203 

<151> 2003-12-19 

<160> 8 

<170> Patentin version 3.2 

<210> 1 

<211> 513 

<212> PRT 

<213> Artificial 

<220> 

<223> Residues 1-482 of HDACl with a "MSYYHHHHHHDYDIPTTENLYFQGAMEPGGS" 
tag at the N-terminus 

<400> 1 

Met Ser Tyr Tyr His His His His His His Asp Tyr Asp lie Pro Thr 
15 10 15 



Thr Glu Asn Leu Tyr Phe Gin Gly Ala Met Glu Pro Gly Gly ser Met 
20 25 30 



Ala Gin Thr Gin Gly Thr Arg Arg Lys val Cys Tyr Tyr Tyr Asp Gly 
35 40 45 



Asp val Gly Asn Tyr Tyr Tyr Gly Gin Gly His Pro Met Lys Pro His 
50 55 60 



Arg lie Arg Met Thr His Asn Leu Leu Leu Asn Tyr Gly Leu Tyr Arg 
65 ~ 70 75 80 



Lys Met Glu lie Tyr Arg Pro His Lys Ala Asn Ala Glu Glu Met Thr 
85 90 95 



Lys Tyr His Ser Asp Asp Tyr lie Lys Phe Leu Arg ser lie Arg Pro 
100 105 110 



Asp Asn Met Ser Glu Tyr Ser Lys Gin Met Gin Arg Phe Asn val Gly 



115 



120 



125 
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SYR-HDAC-5005-U sub seq list 2.ST25 

Glu Asp cys Pro Val Phe Asp Gly Leu Phe Glu Phe cys Gin Leu ser 
130 135 140 

Thr Gly Gly ser Val Ala Ser Ala val Lys Leu Asn Lys Gin Gin Thr 
145 150 155 160 

Asp lie Ala val Asn Trp Ala Gly Gly Leu His His Ala Lys Lys Ser 
165 170 175 

Glu Ala Ser Gly Phe Cys Tyr val Asn Asp lie val Leu Ala lie Leu 
180 185 190 

Glu Leu Leu Lys Tyr His Gin Arg val Leu Tyr lie Asp lie Asp lie 
195 200 * 205 

His His Gly Asp Gly val Glu Glu Ala Phe Tyr Thr Thr Asp Arg Val 
210 215 220 

Met Thr val ser Phe His Lys Tyr Gly Glu Tyr Phe Pro Gly Thr Gly 
225 230 235 240 

Asp Leu Arg Asp lie Gly Ala Gly Lys Gly Lys Tyr Tyr Ala Val Asn 
245 250 255 

Tyr Pro Leu Arg Asp Gly lie Asp Asp Glu Ser Tyr Glu Ala lie Phe 
260 265 270 

Lys Pro val Met ser Lys val Met Glu Met Phe Gin Pro Ser Ala val 
275 280 285 

val Leu Gin Cys Gly Ser Asp Ser Leu Ser Gly Asp Arg Leu Gly Cys 
290 295 300 

Phe Asn Leu Thr lie Lys Gly His Ala Lys cys val Glu Phe val Lys 
305 310 315 320 

Ser Phe Asn Leu Pro Met Leu Met Leu Gly Gly Gly Gly Tyr Thr lie 
325 330 335 

Arg Asn val Ala Arg Cys Trp Thr Tyr Glu Thr Ala val Ala Leu Asp 
340 345 350 

Thr Glu lie Pro Asn Glu Leu Pro Tyr Asn Asp Tyr Phe Glu Tyr Phe 
355 360 365 

Gly Pro Asp Phe Lys Leu His lie Ser Pro ser Asn Met Thr Asn Gin 
370 375 380 
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SYR-HDAC-5005-U sub seq list 2.ST25 



Asn Thr Asn Glu Tyr Leu Glu Lys lie Lys Gin Arg Leu Phe Glu Asn 
385 390 395 400 

Leu Arg Met Leu Pro His Ala Pro Gly val Gin Met Gin Ala lie Pro 
405 410 415 

Glu Asp Ala lie Pro Glu Glu Ser Gly Asp Glu Asp Glu Asp Asp Pro 
420 425 430 

Asp Lys Arg lie Ser lie Cys Ser Ser Asp Lys Arg lie Ala Cys Glu 
435 440 ' 445 

Glu Glu Phe Ser Asp ser Glu Glu Glu Gly Glu Gly Gly Arg Lys Asn 
450 455 460 

Ser Ser Asn Phe Lys Lys Ala Lys Arg Val Lys Thr Glu Asp Glu Lys 
465 470 ~ 475 480 

Glu Lys Asp Pro Glu Glu Lys Lys Glu Val Thr Glu Glu Glu Lys Thr 
485 490 495 

Lys Glu Glu Lys Pro Glu Ala Lys Gly Val Lys Glu Glu val Lys Leu 
500 505 510 

Ala 



<210> 2 

<211> 1542 

<212> DNA 

<213> Artificial 

<220> 

<223> DNA sequence encoding residues 1-482 of HDACl with a 

"MSYYHHHHHHDYDIPTTENLYFQGAMEPGGS" tag at the N-terminus 

<400> 2 

atgtcgtact accatcacca tcaccatcac gattacgata tcccaacgac cgaaaacctg 60 

tattttcagg gcgccatgga acccggggga tccatggcgc agacgcaggg cacccggagg 120 

aaagtctgtt actactacga cggggatgtt ggaaattact attatggaca aggccaccca 180 

atgaagcctc accgaatccg catgactcat aatttgctgc tcaactatgg tctctaccga 240 

aaaatggaaa tctatcgccc tcacaaagcc aatgctgagg agatgaccaa gtaccacagc 300 

gatgactaca ttaaattctt gcgctccatc cgtccagata acatgtcgga gtacagcaag 360 

cagatgcaga gattcaacgt tggtgaggac tgtccagtat tcgatggcct gtttgagttc 420 

tgtcagttgt ctactggtgg ttctgtggca agtgctgtga aacttaataa gcagcagacg 480 
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SYR-HDAC 


-5005-U sub 
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gacatcgctg tgaattgggc 


taaaaaccta 


caccataeaa 

X* XL V_ X- XL X. XJ V*- X*. XL 


aaaaatccaa aaca*tct:cicic 

uyuuy v.v.v.yu y y v. u v. v. v. y y v— 


540 


ttctattaca tcaataatat 


catcttaacc 

Ly v. l v. v. y y v. v. 


atcctaaaac 

a v. v. v. v. y y uu\> 


tactaaaata tcaccaaaaa 

Ly l v>aauy v.a v. v_uv. v_uy ay y 


600 


atactataca ttaacattaa 

X* ^ 7^ X* W X* X V* X* M W V* VJ iA X* XL W L» XJ XL 


tattcaccat 

Xp XL X X. X* XL X* X* XL X. 


aataacaaca 
yy L y au yy v -y 


taaaaaaaac cttctacacc 

w. y y uuy va y y v. v> l l v> v. a v. u v> v» 


660 


acaaaccaaa tcataactat 

XL V- X* VJ X* V_ XJ XJ XJ ^ V_ XL X4 VL X* V- VJ L» 


atcctttcat 

y v. v. v— v. v. v. u v. 


aaatataaaa 

uuy v»u v»yyuy 


aatacttccc aanaactnnn 

ay v. a v_ l. l. v. v— v. uyyaav- Lyyy 


720 


aacctacaaa atatcaaaac 

~7 V_ X* X. XL V- V4 y XJ XL L- (A \« XJ XJ %J XJ V_ 


taacaaaaac 

Vj y y v. uuum y v. 


aaatattata 

uuy v. vi k> v.u v. y 


ctattaacta cccactccaa 

v- i_ y v. i. aa v. v. a lll^l L.v.v.y a 


780 


aacaaaatta ataacaaatc 


ctataaaacc 

v— v_ u v_ y ay y v— l 


attttcaaac 

a i_ v. l. i_v_aay v. 


Ly y v. v. a l. y i_ v. v_ aa ay i. a a v.y 


840 

L) i L/ 


aaoatattcc aacctaatac 


aataatctta 

y y *-y y v. v. l. l. a 


v_ay t,y uyy v. L. 


cacmctcccT at*rt*nnnna1" 

Lay a l. \_ \_ v_ i_ a i_v, L.y y y y a L. 


900 


caattaaatt acttcaatct 

v~y y Luyy »_ c y v. v. i_ v. a a i_ v_ l. 


aactatcaaa 

a a v_ i_ a LLuaa 


yy av.uv.y V.L.U 


aol"a1"al"aaa a1"1"1"n1"raao 

ay i_y l y uyya. a l. l, L.y i_ Laay 


960 

JUL/ 


aactttaacc l"arri"al"ari" 


y« v.y v. iyyya 


n n c n n 1" n n i~ 1" 


aLQLLa u L.v_y LaaLy Ltyn. 


1070 


cootactoaa catataaaac 

v.yy Ly v. y y La lu i. y a y a v_ 


ay V— i_ y l. y y l v_ 


v_ uyya v. a v_y y 


anairrrl"aa t*naarl"l"rra 

aya i_ l_ V- v_ l. a a LyayLLiLLu 


1080 


tacaataart artttaaata 


L i_ v. L.yy ullu 




trraratran trrttrraat 

LLLuLa LLay ILL i_ LLLaa L, 


1140 


ataactaacc aaaacacnaa 


L.y ay l.ul v. l. y 


naaaanalra 

y ay a ay a i_ v_ a 


aaLayLyaL l. y l l LyayaaL 


1200 


cttaaaatac torrQCACQC 

l i. v. ay aa i» y l LyLv.yv.ui.yv. 


a ll l. y y y y l. l 


v. a aa i_y Lay y 


rnattrrtna noarnr ratr 

Lya l. Lya yyav.yL.LaLL 


1260 


rctaaaaaaa ataarnatna 

l v. i_ y a y y ay a yv.yyLyaL.ya 


yyav_yaayav_ 


yav-LL LyaLa 


ayLyLaiLLL yaLLiyLiLL. 


1^20 


tctgacaaac gaattgcctg 


tgaggaagag 


ttctccgatt 


ctgaagagga gggagagggg 


1380 


ggccgcaaga actcttccaa 


cttcaaaaaa 


gccaagagag 


tcaaaacaga ggatgaaaaa 


1440 


gagaaagacc cagaggagaa 


gaaagaagtc 


accgaagagg 


agaaaaccaa ggaggagaag 


1500 


ccagaagcca aaggggtcaa 


ggaggaggtc 


aagttggcct 


ga 


1542 



<210> 3 

<211> 498 

<212> PRT 

<213> Artificial 

<220> 

<223> Residues 1-488 of HDAC2 with a "GHHHHHH" tag at the C-terminus 
and a "MGS" tag at the N-terminus 

<400> 3 

Met Gly Ser Met Ala Tyr Ser Gin Gly Gly Gly Lys Lys Lys val Cys 
1 5 10 ^ 15 

Tyr Tyr Tyr Asp Gly Asp lie Gly Asn Tyr Tyr Tyr Gly Gin Gly His 
20 25 30 

Pro Met Lys Pro His Arg lie Arg Met Thr His Asn Leu Leu Leu Asn 
35 40 45 

Tyr Gly Leu Tyr Arg Lys Met Glu lie Tyr Arg Pro His Lys Ala Thr 
50 55 60 
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SYR-HDAC-5005-U sub seq list 2.ST25 

Ala Glu Glu Met Thr Lys Tyr His Ser Asp Glu Tyr lie Lys Phe Leu 
65 70 75 80 

Arg ser lie Arg pro Asp Asn Met ser Glu Tyr Ser Lys Gin Met Gin 
85 90 95 

Arg Phe Asn Val Gly Glu Asp Cys Pro Val Phe Asp Gly Leu Phe Glu 
100 105 110 

Phe Cys Gin Leu ser Thr Gly Gly Ser val Ala Gly Ala val Lys Leu 
115 120 125 

Asn Arg Gin Gin Thr Asp Met Ala Val Asn Trp Ala Gly Gly Leu His 
130 135 140 

His Ala Lys Lys Ser Glu Ala ser Gly Phe Cys Tyr Val Asn Asp lie 
145 150 155 160 

val Leu Ala lie Leu Glu Leu Leu Lys Tyr His Gin Arg Val Leu Tyr 
165 170 175 

lie Asp lie Asp He His His Gly Asp Gly val Glu Glu Ala Phe Tyr 
180 185 190 

Thr Thr Asp Arg Val Met Thr val ser Phe His Lys Tyr Gly Glu Tyr 
195 200 205 

Phe Pro Gly Thr Gly Asp Leu Arg Asp He Gly Ala Gly Lys Gly Lys 
210 215 220 

Tyr Tyr Ala val Asn Phe Pro Met Arg Asp Gly lie Asp Asp Glu ser 
225 230 235 240 

Tyr Gly Gin lie Phe Lys Pro lie lie Ser Lys Val Met Glu Met Tyr 
245 250 255 

Gin pro ser Ala val val Leu Gin Cys Gly Ala Asp Ser Leu Ser Gly 
260 265 270 

Asp Arg Leu Gly Cys Phe Asn Leu Thr val Lys Gly His Ala Lys Cys 
275 280 285 

val Glu Val val Lys Thr Phe Asn Leu Pro Leu Leu Met Leu Gly Gly 
290 295 300 

Gly Gly Tyr Thr lie Arg Asn Val Ala Arg Cys Trp Thr Tyr Glu Thr 
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305 



310 



SYR-HDAC-5005-U sub 
315 



seq list 2.ST25 



320 



Ala Val Ala Leu Asp Cys Glu lie Pro Asn Glu Leu Pro Tyr Asn Asp 
325 330 335 



Tyr Phe Glu Tyr Phe Gly Pro Asp Phe Lys Leu His lie ser Pro Ser 
340 345 350 



Asn Met Thr Asn Gin Asn Thr Pro Glu Tyr Met Glu Lys lie Lys Gin 
355 360 365 



Arg Leu Phe Glu Asn Leu Arg Met Leu Pro His Ala Pro Gly val Gin 
370 375 380 



Met Gin Ala lie Pro Glu Asp Ala val His Glu Asp Ser Gly Asp Glu 
385 390 395 400 



Asp Gly Glu Asp Pro Asp Lys Arg lie Ser lie Arg Ala Ser Asp Lys 
405 " 410 415 



Arg lie Ala cys Asp Glu Glu Phe Ser Asp ser Glu Asp Glu Gly Glu 
420 425 430 



Gly Gly Arg Arg Asn val Ala Asp His Lys Lys Gly Ala Lys Lys Ala 
435 440 445 



Arg lie Glu Glu Asp Lys Lys Glu Thr Glu Asp Lys Lys Thr Asp val 
450 455 460 



Lys Glu Glu Asp Lys Ser Lys Asp Asn Ser Gly Glu Lys Thr Asp Thr 
465 470 475 480 



Lys Gly Thr Lys Ser Glu Gin Leu Ser Asn Pro Gly His His His His 



His His 



<210> 4 

<211> 1497 

<212> DNA 

<213> Artificial 

<220> 

<223> dna sequence encoding residues 1-488 of HDAC2 with a "ghhhhhh" 
tag at the C-terminus and a "MGS" tag at the N-terminus 



atgggatcca tggcgtacag tcaaggaggc ggcaaaaaaa aagtctgcta ctactacgac 



485 



490 



495 



<400> 4 
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S YR- HDAC - 5 00 5 - U sub seq list 2.ST25 
ggtgatattg gaaattatta ttatggacag ggtcatccca tgaagcctca tagaatccgc 

atgacccata acttgctgtt aaattatggc ttatacagaa aaatggaaat atataggccc 

cataaagcca ctgccgaaga aatgacaaaa tatcacagtg atgagtatat caaatttcta 

cggtcaataa gaccagataa catgtctgag tatagtaagc agatgcagag atttaatgtt 

ggagaagatt gtccagtgtt tgatggactc tttgagtttt gtcagctctc aactggcggt 

tcagttgctg gagctgtgaa gttaaaccga caacagactg atatggctgt taattgggct 

ggaggattac atcatgctaa gaaatcagaa gcatcaggat tctgttacgt taatgatatt 

gtgcttgcca tccttgaatt actaaagtat catcagagag tcttatatat tgatatagat 

attcatcatg gtgatggtgt tgaagaagct ttttatacaa cagatcgtgt aatgacggta 

tcattccata aatatgggga atactttcct ggcacaggag acttgaggga tattggtgct 

ggaaaaggca aatactatgc tgtcaatttt ccaatgagag atggtataga tgatgagtca 

tatgggcaga tatttaagcc tattatctca aaggtgatgg agatgtatca acctagtgct 

gtggtattac agtgtggtgc agactcatta tctggtgata gactgggttg tttcaatcta 840 

acagtcaaag gtcatgctaa atgtgtagaa gttgtaaaaa cttttaactt accattactg 900 

atgcttggag gaggtggcta cacaatccgt aatgttgctc gatgttggac atatgagact 960 

gcagttgccc ttgattgtga gattcccaat gagttgccat ataatgatta ctttgagtat 1020 

tttggaccag acttcaaact gcatattagt ccttcaaaca tgacaaacca gaacactcca 1080 

gaatatatgg aaaagataaa acagcgtttg tttgaaaatt tgcgcatgtt acctcatgca 1140 

cctggtgtcc agatgcaagc tattccagaa gatgctgttc atgaagacag tggagatgaa 1200 

gatggagaag atccagacaa gagaatttct attcgagcat cagacaagcg gatagcttgt 1260 

gatgaagaat tctcagattc tgaggatgaa ggagaaggag gtcgaagaaa tgtggctgat 1320 

cataagaaag gagcaaagaa agctagaatt gaagaagata agaaagaaac agaggacaaa 1380 

aaaacagacg ttaaggaaga agataaatcc aaggacaaca gtggtgaaaa aacagatacc 1440 

aaaggaacca aatcagaaca gctcagcaac cccgggcatc accatcacca tcactaa 1497 

<210> 5 

<211> 782 

<212> PRT 

<213> Artificial 

<220> 

<223> Residues 73-845 of HDAC 6 with a "GHHHHHH" tag at the C-terminus 
and a "MP" tag at the N-terminus 

<400> 5 

Met Pro Gly Met Asp Leu Asn Leu Glu Ala Glu Ala Leu Ala Gly Thr 
15 10 15 
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SYR-HDAC- 5005-U 



sub 



seq list 2. 



ST25 



Gly Leu val Leu Asp Glu Gin Leu Asn Glu Phe His Cys Leu Trp Asp 
20 25 30 



Asp Ser Phe Pro Glu Gly Pro Glu Arg Leu His Ala He Lys Glu Gin 
35 40 45 



Leu lie Gin Glu Gly Leu Leu Asp Arg Cys Val Ser Phe Gin Ala Arg 
50 55 60 



Phe Ala Glu Lys Glu Glu Leu Met Leu val His Ser Leu Glu Tyr lie 
65 70 75 80 



Asp Leu Met Glu Thr Thr Gin Tyr Met Asn Glu Gly Glu Leu Arg val 
85 90 95 



Leu Ala Asp Thr Tyr Asp Ser val Tyr Leu His Pro Asn ser Tyr ser 
100 105 110 



Cys Ala Cys Leu Ala Ser Gly Ser val Leu Arg Leu val Asp Ala val 
115 120 125 



Leu Gly Ala Glu lie Arg Asn Gly Met Ala lie lie Arg Pro Pro Gly 
130 135 140 



His His Ala Gin His ser Leu Met Asp Gly Tyr cys Met Phe Asn His 
145 150 155 160 



Val Ala val Ala Ala Arg Tyr Ala Gin Gin Lys His Arg lie Arg Arg 
165 " 170 175 



val Leu lie val Asp Trp Asp val His His Gly Gin Gly Thr Gin Phe 
180 185 190 



Thr Phe Asp Gin Asp Pro Ser val Leu Tyr Phe Ser lie His Arg Tyr 
195 200 205 



Glu Gin Gly Arg Phe Trp Pro His Leu Lys Ala Ser Asn Trp Ser Thr 
210 215 220 



Thr Gly Phe Gly Gin Gly Gin Gly Tyr Thr lie Asn val Pro Trp Asn 
225 230 235 240 



Gin val Gly Met Arg Asp Ala Asp Tyr lie Ala Ala Phe Leu His val 
245 250 255 



Leu Leu Pro Val Ala Leu Glu Phe Gin Pro Gin Leu val Leu val Ala 



260 



265 



270 
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SYR-HDAC-5005-U sub seq list 2.ST25 

Ala Gly Phe Asp Ala Leu Gin Gly Asp Pro Lys Gly Glu Met Ala Ala 
275 280 285 

Thr Pro Ala Gly Phe Ala Gin Leu Thr His Leu Leu Met Gly Leu Ala 
290 295 300 

Gly Gly Lys Leu lie Leu Ser Leu Glu Gly Gly Tyr Asn Leu Arg Ala 
305 310 315 320 

Leu Ala Glu Gly Val Ser Ala Ser Leu His Thr Leu Leu Gly Asp Pro 
325 330 335 

cys Pro Met Leu Glu Ser Pro Gly Ala Pro Cys Arg Ser Ala Gin Ala 
340 345 350 

Ser val Ser cys Ala Leu Glu Ala Leu Glu Pro Phe Trp Glu val Leu 
355 360 365 

val Arg Ser Thr Glu Thr Val Glu Arg Asp Asn Met Glu Glu Asp Asn 
370 375 380 

val Glu Glu ser Glu Glu Glu Gly Pro Trp Glu Pro Pro val Leu Pro 
385 390 395 400 

lie Leu Thr Trp Pro val Leu Gin ser Arg Thr Gly Leu val Tyr Asp 
405 410 415 

Gin Asn Met Met Asn His Cys Asn Leu Trp Asp Ser His His Pro Glu 
420 425 430 

Val Pro Gin Arg lie Leu Arg lie Met Cys Arg Leu Glu Glu Leu Gly 
435 440 445 

Leu Ala Gly Arg Cys Leu Thr Leu Thr Pro Arg Pro Ala Thr Glu Ala 
450 455 460 

Glu Leu Leu Thr cys His Ser Ala Glu Tyr val Gly His Leu Arg Ala 
465 470 475 480 

Thr Glu Lys Met Lys Thr Arg Glu Leu His Arg Glu Ser Ser Asn Phe 
485 ~ 490 495 

Asp Ser lie Tyr lie Cys Pro Ser Thr Phe Ala Cys Ala Gin Leu Ala 
500 505 510 

Thr Gly Ala Ala Cys Arg Leu val Glu Ala val Leu Ser Gly Glu val 
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SYR-HDAC-5005-U sub seq list 2.ST25 
515 520 525 

Leu Asn Gly Ala Ala val Val Arg Pro Pro Gly His His Ala Glu Gin 
530 535 540 

Asp Ala Ala Cys Gly Phe Cys Phe Phe Asn Ser Val Ala val Ala Ala 
545 550 555 560 

Arg His Ala Gin Thr lie Ser Gly His Ala Leu Arg lie Leu lie val 
565 570 575 

Asp Trp Asp val His His Gly Asn Gly Thr Gin His Met Phe Glu Asp 
580 585 590 

Asp Pro Ser val Leu Tyr Val Ser Leu His Arg Tyr Asp His Gly Thr 
595 600 605 

Phe Phe Pro Met Gly Asp Glu Gly Ala Ser ser Gin lie Gly Arg Ala 
610 615 620 

Ala Gly Thr Gly Phe Thr val Asn val Ala Trp Asn Gly Pro Arg Met 
625 630 635 640 

Gly Asp Ala Asp Tyr Leu Ala Ala Trp His Arg Leu Val Leu Pro lie 
645 650 655 

Ala Tyr Glu Phe Asn Pro Glu Leu val Leu Val Ser Ala Gly Phe Asp 
660 665 670 

Ala Ala Arg Gly Asp Pro Leu Gly Gly Cys Gin Val Ser Pro Glu Gly 
675 680 685 

Tyr Ala His Leu Thr His Leu Leu Met Gly Leu Ala Ser Gly Arg lie 
690 695 700 

lie Leu lie Leu Glu Gly Gly Tyr Asn Leu Thr ser lie Ser Glu Ser 
705 710 715 720 

Met Ala Ala Cys Thr Arg ser Leu Leu Gly Asp Pro Pro Pro Leu Leu 
725 730 735 

Thr Leu Pro Arg Pro Pro Leu ser Gly Ala Leu Ala ser lie Thr Glu 
740 745 750 

Thr lie Gin Val His Arg Arg Tyr Trp Arg ser Leu Arg val Met Lys 
755 " 760 765 
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SYR-HDAC-5005-U sub seq list 2.ST25 
val Glu Asp Arg Glu Gly Pro Gly His His His His His His 
770 " 775 780 

<210> 6 

<211> 2349 

<212> DNA 

<213> Artificial 



<220> 

<223> DNA encoding residues 73-845 of HDAC6 with a "GHHHHHH" tag at the 
C-terminus and a "MP" tag at the N- terminus 



<400> 6 
axgcccggga 


xggaxcxgaa 


y y +■ -4- « r~% « y 

ccxxgaggcx 


gaagcacxgg 


cxggcacxgg 


cttggtgttg 


f A 

bO 


gdxgdgcagx 


xaaaxgaaxx 


ccaxxgccxc 


xgggaxgaca 


gcxxcccgga 


aggecctgag 




cggcxccaxg 


ccaxcaagga 


geaaexgaxe 


caggagggee 


tcctagatcg 


ctgcgtgtcc 


1 OA 

loU 


4 - -t- - f-y-5/"|/"'|yyy 

x x xcaggccc 


ggxxxgcxga 


aaaggaagag 


cxgaxgxxgg 


ttcacagcct 


agaatatatt 


^40 


gd xcxga xgg 


aaacaaccca 


gxacaxgaax 


gagggagaac 


xccgtgxccx 


agcagacacc 


3 A A 


IdCgaC XCdg 


xxxaxexgea 


xccgaacxca 


xacxccxgxg 


cctgcctggc 


ctcaggctct 


3 CA 


gxccxcaggc 


xggxggaxgc 


ggxcctgggg 


gexgagaxec 


ggaaxggcax 


ggecatcatt 




dggee ice xg 


/■"|"3y~j4-yTy/"l.y 

gacaxcacgc 


ccagcacagx 


cxxaxggaxg 


getattgeat 


gttcaaccac 


a on 


gxggcxgxgg 


cay cccgcxa 


xgcxcaacag 


aaacaccgca 


xccggagggx 


y y -f- -4— — i -4- y /• 4- — > 

ccxxaxcgxa 


D4U 


gat xgggaxg 


xgcaccacgg 


■4- y -3 /*i /"I ~i ~» y -1 

xcaaggaaca 


cagxxcaccx 


xcgaccagga 


ccccagxgxc 


bUU 




CCd LCCdCCg 


y-t-"}y/i-i/"iy-i/i 

cxacgagcag 


ggxaggxxcx 


/~i y y y t— -\ y y 

ggccccaccx 


gaaggccxct 


add 
bbu 


ddCXyy LCLd 


cededgg lxx 


cyyccddggc 


caaggaxaxa 


yy-5^-y»5-^-4-/-«-*- 

ccaxcaaxgx 


geexxggaac 


11 A 


i_a.yy i_yy y y d 


xycgygaxgc 


XydCLdCdXX 


gc xgcxx xcc 


xgcacgxccx 


r\ y +■ /^i y y — \ yt +" y 

gcxgccagxc 


/ ou 




LLLdyLL Ltd 


gcxggxccxg 


gxggcxgcxg 


gdxxxgaxgc 


ccxgcaaggg 




gaccccaagg 


gtgagatggc 


cgccactccg 


gcagggttcg 


cccagctaac 


ccacctgctc 


900 


atgggtctgg 


caggaggcaa 


gctgatcctg 


tctctggagg 


gtggctacaa 


cctccgcgcc 


960 


ctggctgaag 


gcgtcagtgc 


ttcgctccac 


acccttctgg 


gagacccttg 


ccccatgctg 


1020 


gagtcacctg 


gtgccccctg 


ccggagtgcc 


caggcttcag 


tttcctgtgc 


tetggaagee 


1080 


cttgagccct 


tctgggaggt 


tcttgtgaga 


tcaactgaga 


ccgtggagag 


ggacaacatg 


1140 


gaggaggaca 


atgtagagga 


gagegaggag 


gaaggaccct 


gggagccccc 


tgtgctccca 


1200 


atcctgacat 


ggccagtgct 


acagtctcgc 


acagggctgg 


tctatgacca 


aaatatgatg 


1260 


aatcactgea 


acttgtggga 


cagccaccac 


cctgaggtac 


cccagcgcat 


ettgeggate 


1320 


atgtgccgtc 


tggaggagct 


gggccttgcc 


gggcgctgcc 


tcaccctgac 


accgcgccct 


1380 


gecacagagg 


ctgagctget 


cacctgtcac 


agtgctgagt 


acgtgggtca 


tctccgggcc 


1440 


acagagaaaa 


tgaaaacccg 


ggagctgeae 


cgtgagagtt 
Page 


ccaactttga 
11 


ctccatctat 


1500 





cvR-wnAr 

5YK HUAL 




seq list 2 


.ST25 




7k "t"f 1" n cccc a nt*a r*r*"t~"f~r*nr* 
aLLLyLLLLa y LdLLLLLtjL 


c Ly ty cdcdy 


CLLyccdc Ly 


gcgctgcctg 


ccgcctggtg 




nannrtntnr trtrannana 
ydyycLyLyc Lcn_d.yyd.yd. 


yy llc Lydd l 


yy LycLyc Ly 


tggtgcgtcc 


cccaggacac 




r3rnra/i3nr annatriranr 

cdcycdydyc dyydLycdyc 


ttnrnntttt 

l Lycyy l t l l 


tnrtttttra 
LyLLt LLLLd 


actctgtggc tgtggctgct 


-LOOU 


cyccd cy lll dydCLdccdy 


Lyyycd cycc 


c Ldcyyd LCC 


tgattgtgga ttgggatgtc 


1 7 AO 


LdLLdLyy La aiyyaaL LLa 


y CdCd Ly L L L 


ydyydcydcc 


ccagtgtgct 


atatgtgtcc 


lOUU 


ccycdccycL dcydLCdLyy 


rarrttrttr 
LaLLLLLLLL 


cccdLggggg 






XoDU 


dLcygccggg ccgcgggcac 


n r% r~ -i- r~ •*% t~ r- 
dggC L LCdCC 


g LCddcg egg 


catggaaegg 


gccccgcatg 




ggcgdcgcLg acLdCCLdgc 


T_gCC Ly y Cd L 


cgccLggtgc 


ttcccattgc 


ctacgagttt 




ddCCCagd.dC LggLgcLggL 


CLCdgcLggc 


l l Lgdcgc eg 


caegggggga 


tccgctgggg 




ggcxgccagg LyLCdCCLyd 


nnn^+* ^^n/~/~ 

gggLLaLgcc 


CdCCLCdCCC 


acctgetgat 


gggccttgcc 




agLggccgca LLdtccttdt 


cc cagaggg t 


ggcLataacc 


tgacatccat 


ctcagagtcc 




atggctgcct gcactcgctc 


cctccttgga 


gacccaccac 


ccctgctgac 


cctgccacgg 


2220 


cccccactat caggggccct 


ggcctcaatc 


actgagacca 


tccaagtcca 


tegcagatae 


2280 


tggcgcagct tacgggtcat 


gaaggtagaa 


gacagagaag 


gacccgggca 


tcaccatcac 


2340 


catcactaa 










2349 



<210> 7 

<211> 385 

<212> PRT 

<213> Artificial 

<220> 

<223> Residues 1-377 of HDAC8 with a "MHHHHHHP" tag at the N-terminus 
<400> 7 

Met His His His His His His Pro Met Glu Glu Pro Glu Glu Pro Ala 
15 10 15 

Asp Ser Gly Gin Ser Leu val Pro val Tyr lie Tyr Ser Pro Glu Tyr 
20 25 30 

Val Ser Met Cys Asp Ser Leu Ala Lys lie Pro Lys Arg Ala Ser Met 
35 40 45 

val His ser Leu lie Glu Ala Tyr Ala Leu His Lys Gin Met Arg lie 
50 55 60 

val Lys Pro Lys val Ala Ser Met Glu Glu Met Ala Ala Phe His Thr 
65 70 75 80 

Asp Ala Tyr Leu Gin His Leu Gin Lys val Ser Gin Glu Gly Asp Asp 
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SYR-HDAC-5005-U sub seq list 2.ST25 
85 90 95 

Asp His Pro Asp ser lie Glu Tyr Gly Leu Gly Tyr Asp Cys Pro Ala 
100 105 110 

Thr Glu Gly lie Phe Asp Tyr Ala Ala Ala lie Gly Gly Ala Thr lie 
115 120 125 

Thr Ala Ala Gin Cys Leu lie Asp Gly Met Cys Lys val Ala lie Asn 
130 135 140 

Trp ser Gly Gly Trp His His Ala Lys Lys Asp Glu Ala ser Gly Phe 
145 150 155 160 

Cys Tyr Leu Asn Asp Ala val Leu Gly lie Leu Arg Leu Arg Arg Lys 
165 170 ~ 175 

Phe Glu Arg lie Leu Tyr val Asp Leu Asp Leu His His Gly Asp Gly 
180 185 190 

val Glu Asp Ala Phe Ser Phe Thr Ser Lys val Met Thr val Ser Leu 
195 200 205 

His Lys Phe Ser Pro Gly Phe Phe Pro Gly Thr Gly Asp val ser Asp 
210 215 220 

Val Gly Leu Gly Lys Gly Arg Tyr Tyr Ser Val Asn Val Pro lie Gin 
225 230 235 240 

Asp Gly lie Gin Asp Glu Lys Tyr Tyr Gin lie Cys Glu Ser val Leu 
245 250 255 

Lys Glu val Tyr Gin Ala Phe Asn Pro Lys Ala val val Leu Gin Leu 
260 265 270 

Gly Ala Asp Thr lie Ala Gly Asp Pro Met Cys Ser Phe Asn Met Thr 
275 280 285 

Pro val Gly lie Gly Lys Cys Leu Lys Tyr lie Leu Gin Trp Gin Leu 
290 295 300 

Ala Thr Leu lie Leu Gly Gly Gly Gly Tyr Asn Leu Ala Asn Thr Ala 
305 310 315 320 

Arg Cys Trp Thr Tyr Leu Thr Gly val He Leu Gly Lys Thr Leu Ser 
325 330 335 
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SYR-HDAC-5005-U sub seq list 2.ST25 
Ser Glu lie Pro Asp His Glu Phe Phe Thr Ala Tyr Gly Pro Asp Tyr 
340 345 350 

val Leu Glu lie Thr Pro Ser Cys Arg Pro Asp Arg Asn Glu Pro His 
355 360 ~ 365 

Arg lie Gin Gin lie Leu Asn Tyr lie Lys Gly Asn Leu Lys His val 
370 375 380 

val 
385 

<210> 8 
<211> 1158 
<212> DNA 
<213> Artificial 

<220> 

<223> DNA encoding residues 1-377 of HDAC8 with a "MHHHHHHP" tag at the 
N-terminus 



<400> 8 

digCaCCaLC 


ctcca Lcacca 


rccca uggag 


gagccggagg aaccggcgga 


cag tgggcag 


oU 




r rt n t* t- t- a -t- a +■ 


f -\- rt-\- f r f- 
CXaLag LCCC 


gagLdtgxca giciLgLgLga 


cxcccxggcc 


i on 

XC.KJ 


aagatcccca 


aacgggccag 


tatggtgcat 


tctttgattg aagcatatgc 


actgcataag 


180 


cagatgagga 


tagttaagcc 


taaagtggcc 


tccatggagg agatggccgc 


cttccacact 


240 


gatgcttatc 


tgcagcatct 


ccagaaggtc 


agccaagagg gcgatgatga 


tcatccggac 


300 


tccatagaat 


atgggctagg 


ttatgactgc 


ccagccactg aagggatatt 


tgactatgca 


360 


gcagctatag 


gaggggctac 


gatcacagct 


gcccaatgcc tgattgacgg 


aatgtgcaaa 


420 


gtagcaatta 


actggtctgg 


agggtggcat 


catgcaaaga aagatgaagc 


atctggtttt 


480 


tgttatctca 


atgatgctgt 


cctgggaata 


ttacgattgc. gacggaaatt 


tgagcgtatt 


540 


ctctacgtgg 


atttggatct 


gcaccatgga 


gatggtgtag aagacgcatt 


cagtttcacc 


600 


tccaaagtca 


tgaccgtgtc 


cctgcacaaa 


ttctccccag gatttttccc 


aggaacaggt 


660 


gacgtgtctg 


atgttggcct 


agggaaggga 


cggtactaca gtgtaaatgt 


gcccattcag 


720 


gatggcatac 


aagatgaaaa 


atattaccag 


atctgtgaaa gtgtactaaa 


ggaagtatac 


780 


caagccttta 


atcccaaagc 


agtggtctta 


cagctgggag ctgacacaat 


agctggggat 


840 


cccatgtgct 


cctttaacat 


gactccagtg 


ggaattggca agtgtcttaa 


gtacatcctt 


900 


caatggcagt 


tggcaacact 


cattttggga 


ggaggaggct ataaccttgc 


caacacggct 


960 


cgatgctgga 


catacttgac 


cggggtcatc 


ctagggaaaa cactatcctc 


tgagatccca 


1020 


gatcatgagt 


ttttcacagc 


atatggtcct 


gattatgtgc tggaaatcac 


gccaagctgc 


1080 


cggccagacc 


gcaatgagcc 


ccaccgaatc 


caacaaatcc tcaactacat 
Page 14 


caaagggaat 


1140 



SYR-HDAC-5005-U sub seq list 2.ST25 
ctgaagcatg tggtctag 1158 
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SYR-HDAC-5005-U sub seq list 2.ST25 
SEQUENCE LISTING 

<110> Syrrx, Inc. 

<120> HISTONE DEACETYLASE INHIBITORS 

<130> SYR-HDAC-5005-U 

<140> US 10/803,344 
<141> 2004-03-17 

<150> US 60/455,437 
<151> 2003-03-17 

<150> US 60/531,203 
<151> 2003-12-19 

<160> 8 

<170> Patentin version 3.2 

<210> 1 

<211> 513 

<212> PRT 

<213> Artificial 

<220> 

<223> Residues 1-482 of HDACl with a "MSYYHHHHHHDYDIPTTENLYFQGAMEPGGS" 
tag at the N- terminus 

<400> 1 

Met Ser Tyr Tyr His His His His His His Asp Tyr Asp lie Pro Thr 
1 5 10 15 

Thr Glu Asn Leu Tyr Phe Gin Gly Ala Met Glu Pro Gly Gly Ser Met 
20 25 30 

Ala Gin Thr Gin Gly Thr Arg Arg Lys val Cys Tyr Tyr Tyr Asp Gly 
35 40 45 

Asp Val Gly Asn Tyr Tyr Tyr Gly Gin Gly His Pro Met Lys Pro His 
50 55 60 

Arg lie Arg Met Thr His Asn Leu Leu Leu Asn Tyr Gly Leu Tyr Arg 
65 70 75 80 

Lys Met Glu lie Tyr Arg Pro His Lys Ala Asn Ala Glu Glu Met Thr 
85 " 90 95 

Lys Tyr His Ser Asp Asp Tyr lie Lys Phe Leu Arg ser lie Arg Pro 
100 105 110 

Asp Asn Met Ser Glu Tyr ser Lys Gin Met Gin Arg Phe Asn val Gly 
115 120 125 
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SYR-HDAC-5005-U sub seq list 2.ST25 

Glu Asp Cys Pro val Phe Asp Gly Leu Phe Glu Phe Cys Gin Leu Ser 
130 135 140 

Thr Gly Gly Ser val Ala Ser Ala Val Lys Leu Asn Lys Gin Gin Thr 
145 150 155 160 

Asp lie Ala val Asn Trp Ala Gly Gly Leu His His Ala Lys Lys Ser 
165 170 175 

Glu Ala Ser Gly Phe Cys Tyr val Asn Asp lie val Leu Ala lie Leu 
180 185 190 

Glu Leu Leu Lys Tyr His Gin Arg val Leu Tyr lie Asp lie Asp lie 
195 200 205 

His His Gly Asp Gly Val Glu Glu Ala Phe Tyr Thr Thr Asp Arg Val 
210 215 220 

Met Thr val Ser Phe His Lys Tyr Gly Glu Tyr Phe Pro Gly Thr Gly 
225 230 235 240 

Asp Leu Arg Asp lie Gly Ala Gly Lys Gly Lys Tyr Tyr Ala Val Asn 
245 250 255 

Tyr Pro Leu Arg Asp Gly lie Asp Asp Glu Ser Tyr Glu Ala lie Phe 
260 265 270 

Lys Pro val Met Ser Lys val Met Glu Met Phe Gin Pro Ser Ala val 
275 280 285 

val Leu Gin cys Gly Ser Asp Ser Leu ser Gly Asp Arg Leu Gly Cys 
290 295 300 

Phe Asn Leu Thr lie Lys Gly His Ala Lys Cys val Glu Phe val Lys 
305 310 315 320 

Ser Phe Asn Leu Pro Met Leu Met Leu Gly Gly Gly Gly Tyr Thr lie 
325 330 335 

Arg Asn val Ala Arg cys Trp Thr Tyr Glu Thr Ala val Ala Leu Asp 
340 345 350 

Thr Glu lie Pro Asn Glu Leu Pro Tyr Asn Asp Tyr Phe Glu Tyr Phe 
355 360 365 

Gly Pro Asp Phe Lys Leu His lie Ser Pro Ser Asn Met Thr Asn Gin 
370 375 380 
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SYR-HDAC-5005-U sub seq list 2.ST25 

Asn Thr Asn Glu Tyr Leu Glu Lys lie Lys Gin Arg Leu Phe Glu Asn 

385 390 395 400 

Leu Arg Met Leu Pro His Ala Pro Gly Val Gin Met Gin Ala lie Pro 

405 410 415 

Glu Asp Ala lie Pro Glu Glu ser Gly Asp Glu Asp Glu Asp Asp Pro 

420 425 430 

Asp Lys Arg lie Ser lie Cys Ser ser Asp Lys Arg lie Ala Cys Glu 

435 440 445 

Glu Glu Phe Ser Asp Ser Glu Glu Glu Gly Glu Gly Gly Arg Lys Asn 

450 455 460 

Ser Ser Asn Phe Lys Lys Ala Lys Arg val Lys Thr Glu Asp Glu Lys 

465 470 ~ 475 480 

Glu Lys Asp Pro Glu Glu Lys Lys Glu val Thr Glu Glu Glu Lys Thr 

485 490 495 

Lys Glu Glu Lys Pro Glu Ala Lys Gly val Lys Glu Glu Val Lys Leu 

500 505 510 

Ala 



<210> 2 

<211> 1542 

<212> DNA 

<213> Artificial 

<220> 

<223> DNA sequence encoding residues 1-482 of HDACl with a 

"MSYYHHHHHHDYDIPTTENLYFQGAMEPGGS" tag at the N-terminus 



<400> 2 
atgtcgtact 


accatcacca 


tcaccatcac 


gattacgata 


tcccaacgac 


cgaaaacctg 


60 


tattttcagg 


gcgccatgga 


acccggggga 


tccatggcgc 


agacgcaggg 


cacccggagg 


120 


aaagtctgtt 


actactacga 


cggggatgtt 


ggaaattact 


attatggaca 


aggccaccca 


180 


atgaagcctc 


accgaatccg 


catgactcat 


aatttgctgc 


tcaactatgg 


tctctaccga 


240 


aaaatggaaa 


tctatcgccc 


tcacaaagcc 


aatgctgagg 


agatgaccaa 


gtaccacagc 


300 


gatgactaca 


ttaaattctt 


gcgctccatc 


cgtccagata 


acatgtcgga 


gtacagcaag 


360 


cagatgcaga 


gattcaacgt 


tggtgaggac 


tgtccagtat 


tcgatggcct 


gtttgagttc 


420 


tgtcagttgt 


ctactggtgg 


ttctgtggca 


agtgctgtga 
Page 


aacttaataa 
3 


gcagcagacg 


480 







SYR-HDAC 


-5005-U sub 


seq list 2 


.ST25 




aacatcacta 


taaattaaac 

t* u. ^-yy y ^ 


L yyyyy-'- *-y 


caccatacaa 

l a l v. a Lyma 


agaagtccga 


ggcatctggc 


540 


ttctattaca 

»- tv. cy l c \- y 


tcaataatat 


catcttaacc 

*— y c v. c LyyLL 


atcrTaaaac 

a lll LyyaaL 


tgctaaagta tcaccagagg 


600 


atactataca 

y *~y *■» vy v. ca v_ u 


ttaacattoa 


tattcacrat 


yy Lyav-yyuy 


tggaagaggc 


cttctacacc 


660 




LyCIL v_ y l_ 


atcrtttrat 

y LV.V. L L LL.U L 


aantatnnan 

aay LaLyyay 


agtacttccc 


aggaactggg 

ZJ ZJ ZJ ZJ ZJ 


7?0 


aacrl*acaaa 

ytiv-v. v.auyyy 


at at cnoaac 

t* v_ ci v. v. y y y y v. 


taaraaaoor 

Ly y Laaay y v. 


aantattatn 
aay l a l l a l y 


ctgttaacta 


cccqctccqa 


7R0 

/ OKJ 


y u\»yyy a l. Ly 


ataacaaalr 

a v. y ct v. y ay lv. 


rtatnannrr 
llu LyayyLL 


a l l l LLaayL 


cggtcatgtc 


caaagtaatg 


R40 


aaaatottrr 

yayuLy l l l. l. 


aarrtaotor 

ciyLV- Lay iyu 


nn t" n n1" c 1~ 1" ^ 
yy **yy l a 


rant fit nnrt 
Lay uy i_y y l l 


cagactccct 


atctggggat 


Q00 


r n n1"1~ p nn 
»— y y l Lciyy l v. 


firttraatrt 


daLL&LLaaa 


yyaLaLLjLLa 


agtgtgtgga 


atttgtcaag 




ay v. L l Laav.^ 


1" n r rl~ a t" n ft* 


y ^y L y y y a 




acaccattcg 


taacgttgcc 




y y y ^* ^yy a 


catafaaciar 

v. ci ta LyayuL 


anrtntnnrr 
ay l Ly tyyLL 


L LLjLjd LdLyy 


agatccctaa 


tgagcttcca 


-LUOU 


Lu^.aa uyciL l 


a V- l. l Ly aa La 


ill LyyaLLa 


ya l l LtaayL 


tccacatcag 


tccttccaat 


1 1 ACS 


atnartaacr 

aiyav. l a. a. l. l. 


ayaaL.aL.yaa 


1" n ^ n 1~ ^ c c t* n 
Ly ay lull Ly 


y ay aay a LLa 


aacagcgact 


gtttgagaac 




rttaaaatac 

l. l l ay ci ci. l y \_ 


LyLLyLCiLyL 


uLLLyyyy ll 


raaatnrann 
Laoa Ly Lay y 


cgattcctga ggacgccatc 


1 ?60 


V— v. i_yciy y ciycL 


y *-yy *-y » *-ya 


yyaLyaayaL. 


yaLLLLyaLa 


agcgcatctc 


gatctgctcc 


J- 3 Z1U 


tctgacaaac 


gaattgcctg 


tgaggaagag 


ttctccgatt 


ctgaagagga 


gggagagggg 


1380 


ggccgcaaga 


actcttccaa 


cttcaaaaaa 


gccaagagag 


tcaaaacaga 


ggatgaaaaa 


1440 


gagaaagacc 


cagaggagaa 


gaaagaagtc 


accgaagagg 


agaaaaccaa 


ggaggagaag 


1500 


ccagaagcca 


aaggggtcaa 


ggaggaggtc 


aagttggcct 


ga 




1542 



<210> 3 

<211> 498 

<212> PRT 

<213> Artificial 

<220> 

<223> Residues 1-488 of HDAC2 with a "GHHHHHH" tag at the C-terminus 
and a "MGS" tag at the N-terminus 

<400> 3 

Met Gly Ser Met Ala Tyr Ser Gin Gly Gly Gly Lys Lys Lys val Cys 
1 5 10 15 



Tyr Tyr Tyr Asp Gly Asp lie Gly Asn Tyr Tyr Tyr Gly Gin Gly His 
20 25 30 



Pro Met Lys Pro His Arg lie Arg Met Thr His Asn Leu Leu Leu Asn 
35 ~ 40 45 

Tyr Gly Leu Tyr Arg Lys Met Glu lie Tyr Arg Pro His Lys Ala Thr 
50 55 60 
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Ala Glu Glu Met Thr Lys Tyr His Ser Asp Glu Tyr lie Lys Phe Leu 
65 70 75 80 

Arg Ser lie Arg Pro Asp Asn Met Ser Glu Tyr Ser Lys Gin Met Gin 
85 90 95 

Arg Phe Asn val Gly Glu Asp Cys Pro val Phe Asp Gly Leu Phe Glu 
100 105 110 

Phe Cys Gin Leu Ser Thr Gly Gly Ser Val Ala Gly Ala Val Lys Leu 
115 120 125 

Asn Arg Gin Gin Thr Asp Met Ala val Asn Trp Ala Gly Gly Leu His 
130 135 140 

His Ala Lys Lys Ser Glu Ala Ser Gly Phe Cys Tyr Val Asn Asp lie 
145 150 155 160 

val Leu Ala lie Leu Glu Leu Leu Lys Tyr His Gin Arg Val Leu Tyr 
165 170 175 

lie Asp lie Asp lie His His Gly Asp Gly val Glu Glu Ala Phe Tyr 
180 185 190 

Thr Thr Asp Arg val Met Thr Val Ser Phe His Lys Tyr Gly Glu Tyr 
195 200 205 

Phe Pro Gly Thr Gly Asp Leu Arg Asp lie Gly Ala Gly Lys Gly Lys 
210 215 220 

Tyr Tyr Ala val Asn Phe Pro Met Arg Asp Gly lie Asp Asp Glu Ser 
225 230 235 240 

Tyr Gly Gin lie Phe Lys Pro lie lie Ser Lys Val Met Glu Met Tyr 
245 250 255 

Gin Pro ser Ala val val Leu Gin cys Gly Ala Asp Ser Leu Ser Gly 
260 265 270 

Asp Arg Leu Gly Cys Phe Asn Leu Thr val Lys Gly His Ala Lys Cys 
275 280 285 

val Glu val Val Lys Thr Phe Asn Leu Pro Leu Leu Met Leu Gly Gly 
290 295 300 

Gly Gly Tyr Thr lie Arg Asn Val Ala Arg Cys Trp Thr Tyr Glu Thr 
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305 



310 



SYR-HDAC-5005-U sub 
315 



seq list 2.ST25 



320 



Ala 



val Ala 



Leu 



Asp 
325 



Cys Glu lie Pro Asn Glu 
330 



Leu Pro Tyr Asn Asp 
335 



Tyr Phe Glu Tyr Phe Gly Pro Asp Phe Lys Leu His lie Ser Pro Ser 
340 345 350 



Asn Met Thr Asn Gin Asn Thr Pro Glu Tyr Met Glu Lys lie Lys Gin 
355 360 365 



Arg Leu Phe Glu Asn Leu Arg Met Leu Pro His Ala Pro Gly val Gin 
370 375 380 



Met Gin Ala lie Pro Glu Asp Ala val His Glu Asp ser Gly Asp Glu 
385 390 395 400 



Asp Gly Glu Asp Pro Asp Lys Arg lie Ser lie Arg Ala Ser Asp Lys 
405 410 415 



Arg lie Ala Cys Asp Glu Glu Phe Ser Asp ser Glu Asp Glu Gly Glu 
420 425 430 



Gly Gly Arg Arg Asn Val Ala Asp His Lys Lys Gly Ala Lys Lys Ala 
435 440 445 



Arg lie Glu Glu Asp Lys Lys Glu Thr Glu Asp Lys Lys Thr Asp Val 
450 455 460 



Lys Glu Glu Asp Lys Ser Lys Asp Asn ser Gly Glu Lys Thr Asp Thr 
465 470 475 480 



Lys Gly Thr Lys Ser Glu Gin Leu Ser Asn Pro Gly His His His His 



His His 



<210> 4 

<211> 1497 

<212> DNA 

<213> Artificial 

<220> 

<223> DNA sequence encoding residues 1-488 of HDAC2 with a "GHHHHHH" 
tag at the C-terminus and a "MGS" tag at the N-terminus 



atgggatcca tggcgtacag tcaaggaggc ggcaaaaaaa aagtctgcta ctactacgac 



485 



490 



495 



<400> 4 
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aataatatta 

V- Vj V-k V VL V. 1— Vj 


SYR-HDAC 
aaaattatta ttataaacaa 


-5005-U sub 
aatcatccca 


seq list 2 
taaaacctca 

V#MU>\AM W VjV_pVW 


.ST25 

tagaatcege 


120 


ataacccata 

fc* ■ y c* v. v» v. \x v. u 


acttactatt aaattataac 

cl v. v. l y v_ i« y Vw c c& ci u t_ v_ m c y y v_ 


"ttatacaaaa 


aaataaaaat 


atataaaccc 


180 


cataaaacca 


ctaccaaaaa aataacaaaa 


tatcacaata 


ataaatatat 


caaatttcta 

ViAU. VL V V V V- V V*. 


240 


caatcaataa 


aaccaaataa catatctaaa 

y u\.\.uyu i>uu v-c* y y y 


tataataaac 


aaatacaaaa 

umu vy v-cLyvLy 


atttaatatt 

VV V V V VVV4 V Vj V V 


300 


aaaaaaaatt 


atccaatatt taataaactc 

yi_v.v-CLyi_yL.i_ i_y cl vy y clv. i_ v_ 


tttaaatttt 

v l> i_y ccy i_ i_ i_ v 


atcaactctr 

y Lv_cLy v_ lv. lv. 


aactaacaat 

clcl \— uyy cy y l 


360 


tcaattacta 

L\_.ciy l «_ y v_ e y 


aaactataaa attaaaccaa 

y cl y v_ v_ y l y cl cl y l i_ cl clcl v. v_ y cl 


caaraaarta 

v_cicL\_.ciyciv. c. y 


atatanrtat 

ci l cl Lyy v. Ly l 


taattaaart 

l cl cl l l y y y v. L 


420 

• C L/ 


aaaaaattac 

y y ciy y lci v. 


atcatartaa aaaatraaaa 

CL L-V-CL l_y V. LCLCL y CLCL Cl V. V. CLy CLCL 


aratraaaat 

y v_ cl i_ v.ciy y cl i_ 


trtattarat 

LV. Ly L LCLV.y L 


taataatatt 

LCLCL L y CL LCL L L 


480 

» L» L/ 


atacttacca 


tccttaaatt artaaaatat 

CV-V_C l_y CLd L V CL V. LCLCL Ciy L Cl L 


ratraaaaaa 

v_ ci l. v, ciy ciy ciy 


trttatatat 

LV. L LCI L CL L CL L 


taatataaat 

Ly CL LCL L Ciy Cl L 


540 


attratrata 


y l y a Lyy Ly l Ly ciciy ciciy v. l 


ttttataraa 

L L L L CL l_ CL V, CLCL 


ranatrntnt 

v_ ciy a l v_y Ly l 


aatoarnnta 

clcl l y a. v_.y y lcl 


600 


t rattccata 

v. V_ CI lw LV.V. CI L U 


clcl eel Ly y y y cl cl lcll. v. l l L.L. l 


yy \_.civ.ciyycLy 


t\ rttn a nnna 

ci l. l l y ciy y y ci 


tattnntnrt 

lcl l Lyy Lye l 


660 


□aaaaanara 

y y cl clcl ciy y v. ci 


CLCL L-CLV_ L Cl Ly L. Ly LLuuttLt 


v_ v. clcl c.y ciy ciy 


a tnnt^tan^ 

ci Lyy La l ciy ci 


tnatnantra 

l y ci Ly ciy llu 


720 


tat dooeaaa 

l cl i- y y y v. cl y cl 


tatttaanrr tattatrtra 

L Cl L L L CL CL y V_ V_ L d l_ L Cl LV_.LV. Cl 


Pi?innl"na1"nn 
aa yy L y 41 *-y y 


anatntatra 

Ciy CL Ly L CL LV.CL 


cl v. v_ l ciy l y v_ l 


780 

/ L»V/ 


ntnatattar 

y i. y y lci l lcll. 


ciy l y v.yy i_yv_ ciy cil. l l. ci l l a 


l. v_ Lyy l y cl l ci 


y cll, i»yyy l Ly 


tttraatrta 

L L LL. ClCl L L, Let 


840 


cl V- ciy v. cciciciy 


y L.V-.CI Lyv, lclcl cl l y l y l ay ci ci 


y L L y LCLCLCLCLCL 


rttttaartt 

L. L L L LClCLL. L l 


arrattartn 

CLL.L.CL L LClL. Ly 


Q00 


atarttaaaa 

c* ty v. v. l y y ciy 


cianntaorta raraatrrot 

yciyy l y y l. i_cl v_clv_clcl l v. v. y l 


CLCL Ly L Ly L LL_ 


natnttfifia c 

y a Ly l Ly y ci v. 


atatnana rt 

CLLCiLyciycLv. l 


960 

-7 L#L/ 


acaattarcc 

y v-uy c i_y L.L.V. 


ttaattatna nattrrraat 

v. l y ci l l y cycL yci i_ l v. v_ v_ a a l 


y ay l LtjLLa l. 


Cl LCLCL LyCL L LCL 


rtttnantat 

v. l l Lyciy LCLL 


1020 


tttnaarran 

l i> Lyyciv_v_ciy 


aLLLvuaav.i y v. a. l ci l Lay l 


rrttraaara 

V.V. L L L, CL CL CL L, CL 


tnaraaarra 

LLjaLaaaLLu 


naarartrra 

y ClCLL-ClL. L L. L.CI 


1080 


aaatatataa 

yuu lci lcl Ly y 


aaaaaataaa acaarntttn 

cl cl cl cl y cl c cl cl cl cl v, ciy v_ y c L L y 


L L L y CLCl CLCL L L 


tnrnratatt 

LyL.yv.CLLy l l 


arrtratnra 

CLV_V_ LV-CL LyL-CL 


1140 


cctaatatcc 

v. v. v.yy uy e v, v. 


aaatacaaac tattccaaaa 

cl y cl v. y v. cl cl y v, i_ cl i_ i_ v. v_ ciy clcl 


y a. Ly v. Ly l l v. 


ataaaoaraa 

ci Ly ciciy ci v. ciy 


taaaaatoaa 

l y y ciy cl l y clcl 


1200 

J-C. L/C/ 


aataaaaaaa 

y cl V- y y uy ci uy 


atrraaaraa aaoaatttrt 

ci l \_ v. ciy civ. clcl y ciy cici l i_ i_ v_ i_ 


CL L LLUQULu L 


v_ciyciv.cLciyv_.y 


natanrttnt 

y ci l ciy l. l Ly l 


1260 


gatgaagaat 


tctcagattc tgaggatgaa 


ggagaaggag 


gtcgaagaaa 


tgtggctgat 


1320 


cataagaaag 


gagcaaagaa agctagaatt 


gaagaagata 


agaaagaaac 


agaggacaaa 


1380 


aaaacagacg 


ttaaggaaga agataaatcc 


aaggacaaca 


gtggtgaaaa 


aacagatacc 


1440 


aaaggaacca 


aatcagaaca gctcagcaac 


cccgggcatc 


accatcacca 


tcactaa 


1497 



<210> 5 

<211> 782 

<212> PRT 

<213> Artificial 

<220> 

<223> Residues 73-845 of HDAC6 with a "GHHHHHH" tag at the C~terminus 
and a "MP" tag at the N-terminus 

<400> 5 

Met Pro Gly Met Asp Leu Asn Leu Glu Ala Glu Ala Leu Ala Gly Thr 
15 10 15 
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SYR-HDAC-5005-U sub seq list 2.ST25 

Gly Leu val Leu Asp Glu Gin Leu Asn Glu Phe His Cys Leu Trp Asp 
20 25 30 

Asp Ser Phe Pro Glu Gly Pro Glu Arg Leu His Ala lie Lys Glu Gin 
35 40 45 

Leu lie Gin Glu Gly Leu Leu Asp Arg cys val Ser Phe Gin Ala Arg 
50 55 60 

Phe Ala Glu Lys Glu Glu Leu Met Leu val His ser Leu Glu Tyr lie 
65 70 75 80 

Asp Leu Met Glu Thr Thr Gin Tyr Met Asn Glu Gly Glu Leu Arg val 
85 90 95 

Leu Ala Asp Thr Tyr Asp Ser Val Tyr Leu His Pro Asn Ser Tyr ser 
100 105 110 

Cys Ala Cys Leu Ala ser Gly Ser val Leu Arg Leu val Asp Ala val 
115 120 125 

Leu Gly Ala Glu lie Arg Asn Gly Met Ala lie lie Arg Pro Pro Gly 
130 135 140 

His His Ala Gin His Ser Leu Met Asp Gly Tyr Cys Met Phe Asn His 
145 150 155 160 

Val Ala val Ala Ala Arg Tyr Ala Gin Gin Lys His Arg lie Arg Arg 
165 170 175 

val Leu lie val Asp Trp Asp val His His Gly Gin Gly Thr Gin Phe 
180 185 190 

Thr Phe Asp Gin Asp Pro Ser val Leu Tyr Phe ser lie His Arg Tyr 
195 200 205 

Glu Gin Gly Arg Phe Trp Pro His Leu Lys Ala Ser Asn Trp ser Thr 
210 215 220 

Thr Gly Phe Gly Gin Gly Gin Gly Tyr Thr lie Asn Val Pro Trp Asn 
225 230 235 240 

Gin val Gly Met Arg Asp Ala Asp Tyr lie Ala Ala Phe Leu His Val 
245 250 255 

Leu Leu Pro val Ala Leu Glu Phe Gin Pro Gin Leu Val Leu Val Ala 
260 265 270 
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SYR-HDAC-5005-U sub seq list 2.ST25 

Ala Gly Phe Asp Ala Leu Gin Gly Asp Pro Lys Gly Glu Met Ala Ala 
275 280 285 

Thr Pro Ala Gly Phe Ala Gin Leu Thr His Leu Leu Met Gly Leu Ala 
290 295 300 

Gly Gly Lys Leu lie Leu Ser Leu Glu Gly Gly Tyr Asn Leu Arg Ala 
305 310 315 320 

Leu Ala Glu Gly val Ser Ala Ser Leu His Thr Leu Leu Gly Asp Pro 
325 330 335 

Cys Pro Met Leu Glu Ser Pro Gly Ala Pro Cys Arg Ser Ala Gin Ala 
340 345 350 

Ser val Ser cys Ala Leu Glu Ala Leu Glu Pro Phe Trp Glu val Leu 
355 360 365 

Val Arg Ser Thr Glu Thr val Glu Arg Asp Asn Met Glu Glu Asp Asn 
370 375 380 

val Glu Glu Ser Glu Glu Glu Gly Pro Trp Glu Pro Pro val Leu Pro 
385 390 395 400 

lie Leu Thr Trp Pro val Leu Gin Ser Arg Thr Gly Leu val Tyr Asp 
405 410 415 

i 

Gin Asn Met Met Asn His Cys Asn Leu Trp Asp Ser His His Pro Glu 
420 425 430 

Val Pro Gin Arg lie Leu Arg lie Met Cys Arg Leu Glu Glu Leu Gly 
435 440 445 

Leu Ala Gly Arg Cys Leu Thr Leu Thr Pro Arg Pro Ala Thr Glu Ala 
450 455 460 

Glu Leu Leu Thr cys His Ser Ala Glu Tyr val Gly His Leu Arg Ala 
465 470 475 480 

Thr Glu Lys Met Lys Thr Arg Glu Leu His Arg Glu Ser ser Asn Phe 
485 490 495 

Asp Ser lie Tyr lie Cys Pro Ser Thr Phe Ala Cys Ala Gin Leu Ala 
500 505 510 

Thr Gly Ala Ala Cys Arg Leu val Glu Ala val Leu Ser Gly Glu val 
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SYR-HDAC-5005-U sub seq list 2.ST25 
515 520 525 

Leu Asn Gly Ala Ala val val Arg Pro Pro Gly His His Ala Glu Gin 
530 535 540 

Asp Ala Ala Cys Gly Phe Cys Phe Phe Asn Ser val Ala val Ala Ala 
545 550 555 560 

Arg His Ala Gin Thr lie Ser Gly His Ala Leu Arg lie Leu lie val 
565 570 ~ 575 

Asp Trp Asp val His His Gly Asn Gly Thr Gin His Met Phe Glu Asp 
580 585 590 

Asp Pro Ser val Leu Tyr val ser Leu His Arg Tyr Asp His Gly Thr 
595 600 605 

Phe Phe Pro Met Gly Asp Glu Gly Ala Ser ser Gin lie Gly Arg Ala 
610 615 620 

Ala Gly Thr Gly Phe Thr val Asn val Ala Trp Asn Gly Pro Arg Met 
625 630 635 640 

Gly Asp Ala Asp Tyr Leu Ala Ala Trp His Arg Leu val Leu Pro lie 
645 650 " 655 

Ala Tyr Glu Phe Asn Pro Glu Leu val Leu val Ser Ala Gly Phe Asp 
660 665 670 

Ala Ala Arg Gly Asp Pro Leu Gly Gly Cys Gin val Ser Pro Glu Gly 
675 680 685 

Tyr Ala His Leu Thr His Leu Leu Met Gly Leu Ala Ser Gly Arg lie 
690 695 700 

lie Leu lie Leu Glu Gly Gly Tyr Asn Leu Thr Ser lie ser Glu ser 
705 710 715 720 

Met Ala Ala cys Thr Arg ser Leu Leu Gly Asp Pro Pro Pro Leu Leu 
725 730 735 

Thr Leu Pro Arg Pro Pro Leu Ser Gly Ala Leu Ala Ser lie Thr Glu 
740 745 750 

Thr lie Gin val His Arg Arg Tyr Trp Arg Ser Leu Arg val Met Lys 
755 760 ~ 765 
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SYR-HDAC-5005-U sub seq list 2.ST25 
Val Glu Asp Arg Glu Gly Pro Gly His His His His His His 
770 " 775 780 

<210> 6 

<211> 2349 

<212> DNA 

<213> Artificial 



<220> 

<223> DNA encoding residues 73-845 of HDAC6 with a "GHHHHHH" tag at the 
C-terminus and a "MP" tag at the N-terminus 



<400> 6 
atgcccggga 


tggatctgaa 


ccttgaggct 


gaagcactgg 


ctggcactgg 


cttggtgttg 


60 


gatgagcagt 


taaatgaatt 


ccattgcctc 


tgggatgaca 


gcttcccgga 


aggecctgag 


120 


cggctccatg 


ccatcaagga 


gcaactgatc 


caggagggcc 


tcctagatcg 


ctgcgtgtcc 


180 


tttcaggccc 


ggtttgctga 


aaaggaagag 


ctgatgttgg 


ttcacagcct 


agaatatatt 


240 


gatctgatgg 


aaacaaccca 


gtacatgaat 


gagggagaac 


tccgtgtcct 


agcagacacc 


300 


tacgactcag 


tttatctgca 


tccgaactca 


tactcctgtg 


cctgcctggc 


ctcaggctct 


360 


gtcctcaggc 


tggtggatgc 


ggtcctgggg 


gctgagatcc 


ggaatggcat 


ggecatcatt 


420 


aggcctcctg 


gacatcacgc 


ccagcacagt 


cttatggatg 


getattgeat 


gttcaaccac 


480 


gtggctgtgg 


cagcccgcta 


tgctcaacag 


aaacaccgca 


teeggagggt 


ecttategta 


540 


gattgggatg 


tgcaccacgg 


tcaaggaaca 


cagttcacct 


tcgaccagga 


ccccagtgtc 


600 


ctctatttct 


ccatccaccg 


ctacgagcag 


ggtaggttct 


ggccccacct 


gaaggectet 


CCA 

660 


aactgg tcca 


ccacaggttt 


cggccaaggc 


caaggatata 


ccatcaatgt 


gecttggaac 


/ ^0 


caggrgggga 


rgcgggargc 


tgactacatt 


gctgctt tec 


Tgcacgtcct 


gctgccagtc 


/oU 


gccctcgag l 


Lccagccrca 


gctgg tec tg 


gtggc tgc tg 


gat ttgatge 


ectgeaaggg 




gaccccaagg 


gtgagatggc 


cgccactccg 


gcagggttcg 


cccagctaac 


ccacctgctc 


900 


atgggtctgg 


caggaggcaa 


gctgatcctg 


tctctggagg 


gtggctacaa 


cctccgcgcc 


960 


ctggctgaag 


gcgtcagtgc 


ttcgctccac 


acccttctgg 


gagacccttg 


ccccatgctg 


1020 


gagtcacctg 


gtgccccctg 


ccggagtgcc 


caggcttcag 


tttcctgtgc 


tetggaagee 


1080 


cttgagccct 


tctgggaggt 


tcttgtgaga 


tcaactgaga 


ccgtggagag 


ggacaacatg 


1140 


gaggaggaca 


atgtagagga 


gagcgaggag 


gaaggaccct 


gggagccccc 


tgtgctccca 


1200 


atcctgacat 


ggccagtgct 


acagtctcgc 


acagggctgg 


tctatgacca 


aaatatgatg 


1260 


aatcactgca 


acttgtggga 


cagccaccac 


cctgaggtac 


cccagcgcat 


ettgeggate 


1320 


atgtgccgtc 


tggaggagct 


gggccttgcc 


gggcgctgcc 


tcaccctgac 


accgcgccct 


1380 


gccacagagg 


ctgagctgct 


cacctgtcac 


agtgctgagt 


acgtgggtca 


tctccgggcc 


1440 


acagagaaaa 


tgaaaacccg 


ggagctgcac 


cgtgagagtt 
Page 


ccaactttga 
11 


ctccatctat 


1500 







SYR-HDAC 


-5005-U sub 


sea list 2 

—» V. VJ 1 1 «J V I— 


.ST25 




atctacccca 

V* V. V- V- y V. V. V. V. (A 


ataccttcac 

y V- u l v. v> v. v. y v- 


ctatacacaa 

v. v y v y v. uv.uy 


cttaccacta 


acactaccta 

y Ly l Ly v. v. Ly 


v. v. y v. v. Lyy Ly 


1560 


aaaOCtatOC 

y uy y l v. y t y l 


tctcaaaaaa 

v. v. v. vuy y uyu 


aattctaaat 

y y *- V- v. v. yuu v. 


aatactacta 

y y ^* y v. v y v. v y 


taatacatcc 

Lyy l y v_y lll 


LLLCiy y ULuL 


1620 


cacacaaaac 

V— civ— y l uy ci y l 


aaaatacaac 

u yy a v.y v«y l 


ttacaatttt 

l Ly Ly y l l l l 


tactttttca 

Lyv.LLLLLV.CL 


actctataac 

ci v. ll Ly Lyy v. 


tataartact 

l y Lyy l l y v. l 


1680 


caccataccc 


aaactatcaa 

uy civ. La Lvuy 




CtaCOOatCC 

v. L u v. y y ci lll 


taattataaa 

l y ci l Ly l y y a 


ttaaaa tat c 

l Lyy yet Ly ll 


1740 


caccacaata 


ataaaactca 


acacatattt 

y v. %a v. cl v y c v v. 


aaaaataacc 

y«*yy a Ly o.ll 


ccaatatact 

v. Luy l y l y v. l 


atatatatcc 

a La Ly Ly lll. 


1800 


ctaca react 


ataatcataa 

ci tyn l v. d Lyy 


cacrttrttr 

LULL L ILL L V. 




at" o^nno't or 
a Lyctyyy Ly l 


Lay l ciy LLay 


I860 

J-L» Ll Lr 




ctacaaacac 

v, Lyv.yyyv.uv. 


aaarttCaCC 

Ciyy L L LLUV.L 


at CaaCOtOO 
y LLacLLy Lyy 


rataaaacaa 

L.u Lyyu.civ.yy 


n c cc m c a 1" n 

y L>LLLy Lu Ly 


1Q20 


aataatacta 

yy Lyu vy v. v-y 


actacctaac 

CIV. LCIV.V. Lay v 


tacctaacat 

LyvL Lyy v. ci l 


Ly ll Ly y Ly v. 


ttcccattar 

L LLLLQL Ly L 


v. l cLL.y ay lll 


1Q80 


aacccaaaac 


taatactaat 

Lyy l y l. Lyy l 


ctcaactaac 

v. LLayL Lyy l. 


tttaatarta 

l l Ly q Ly l Ly 


LaLyyyyyyci 


trrnrtnnnn 
L *-v.y l tyyyy 


2040 


aactaccaaa 

yy v. Ly vvuyy 


tatcacctaa 

Ly L V. ClV. L l y CL 


aaattatacc 

y yy l l cl Ly ll 


cacctcaccc 

LCILL LLULLv 


acctactaa t 

CLLL Ly V- Ly CI L 


yy y ll l l y l l 


2100 


ay LyyLv.yLa 


L La LLv. L Lu L 


V.V. Ldydy yy l 


y y v. Let Let civ. v. 


LydLdLLL-dL 


rtranantrr 
l L Ldydy Lll 


21 fin 


atggctgcct 


gcactcgctc 


cctccttgga 


gacccaccac 


ccctgctgac 


cctgccacgg 


2220 


cccccactat 


caggggccct 


ggcctcaatc 


actgagacca 


tccaagtcca 


tegcagatae 


2280 


tggegcaget 


tacgggtcat 


gaaggtagaa 


gacagagaag 


gacccgggca 


tcaccatcac 


2340 


catcactaa 












2349 



<210> 7 

<211> 385 

<212> PRT 

<213> Artificial 

<220> 

<223> Residues 1-377 of HDAC8 with a "MHHHHHHP" tag at the N-terminus 
<400> 7 

Met His His His His His His Pro Met Glu Glu Pro Glu Glu Pro Ala 
15 10 15 

Asp Ser Gly Gin Ser Leu val Pro Val Tyr lie Tyr Ser Pro Glu Tyr 
20 25 30 

Val Ser Met Cys Asp Ser Leu Ala Lys lie Pro Lys Arg Ala ser Met 
35 40 45 

val His Ser Leu lie Glu Ala Tyr Ala Leu His Lys Gin Met Arg lie 
50 55 60 

val Lys Pro Lys val Ala Ser Met Glu Glu Met Ala Ala Phe His Thr 
65 70 75 80 

Asp Ala Tyr Leu Gin His Leu Gin Lys val Ser Gin Glu Gly Asp Asp 
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SYR-HDAC-5005-U sub seq list 2.ST25 
85 90 95 

Asp His Pro Asp Ser He Glu Tyr Gly Leu Gly Tyr Asp Cys Pro Ala 
100 105 110 

Thr Glu Gly lie Phe Asp Tyr Ala Ala Ala lie Gly Gly Ala Thr lie 
115 120 125 

Thr Ala Ala Gin cys Leu lie Asp Gly Met Cys Lys val Ala lie Asn 
130 135 140 

Trp Ser Gly Gly Trp His His Ala Lys Lys Asp Glu Ala Ser Gly Phe 
145 150 155 160 

Cys Tyr Leu Asn Asp Ala val Leu Gly lie Leu Arg Leu Arg Arg Lys 
165 170 " 175 

Phe Glu Arg lie Leu Tyr Val Asp Leu Asp Leu His His Gly Asp Gly 
180 185 ' 190 

val Glu Asp Ala Phe Ser Phe Thr Ser Lys val Met Thr val Ser Leu 
195 200 205 

His Lys Phe Ser Pro Gly Phe Phe Pro Gly Thr Gly Asp Val Ser Asp 
210 215 220 

Val Gly Leu Gly Lys Gly Arg Tyr Tyr Ser val Asn Val Pro lie Gin 
225 230 235 240 

Asp Gly lie Gin Asp Glu Lys Tyr Tyr Gin lie Cys Glu Ser Val Leu 
245 * " 250 255 

Lys Glu val Tyr Gin Ala Phe Asn Pro Lys Ala val val Leu Gin Leu 
260 265 270 

Gly Ala Asp Thr lie Ala Gly Asp Pro Met Cys Ser Phe Asn Met Thr 
275 280 285 

Pro val Gly lie Gly Lys cys Leu Lys Tyr lie Leu Gin Trp Gin Leu 
290 295 300 

Ala Thr Leu lie Leu Gly Gly Gly Gly Tyr Asn Leu Ala Asn Thr Ala 
305 310 315 320 

Arg Cys Trp Thr Tyr Leu Thr Gly val lie Leu Gly Lys Thr Leu Ser 
325 330 335 
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SYR-HDAC-5005-U sub seq list 2.ST25 
Ser Glu lie Pro Asp His Glu Phe Phe Thr Ala Tyr Gly Pro Asp Tyr 
340 345 350 

val Leu Glu lie Thr Pro ser Cys Arg Pro Asp Arg Asn Glu Pro His 
355 360 365 

Arg lie Gin Gin lie Leu Asn Tyr lie Lys Gly Asn Leu Lys His val 
370 375 380 

val 
385 

<210> 8 
<211> 1158 
<212> DNA 
<213> Artificial 

<220> 

<223> DNA encoding residues 1-377 of HDAC8 with a "MHHHHHHP" tag at the 
N-terminus 



<400> 8 
atgcaccatc 


accatcacca 


tcccatggag 


gagceggagg 


aaceggegga 


cagtgggcag 


bO 


ucgc rgg lcc 


egg ll tatat 


ctaLagLCCC 


gag tatg tea 


gtatgtgtga 


ctccctggcc 


t ~>f\ 
LlKi 


aagatcccca 


aacgggccag 


tatggtgcat 


tctttgattg 


aagcatatgc 


actgeataag 


180 


cagatgagga 


tagttaagee 


taaagtggcc 


tccatggagg 


agatggcege 


cttccacact 


240 


gatgcttatc 


tgeagcatet 


ccagaaggtc 


agecaagagg 


gcgatgatga 


tcatccggac 


300 


tccatagaat 


atgggctagg 


ttatgactgc 


ccagccactg 


aagggatatt 


tgactatgea 


360 


gcagctatag 


gaggggctac 


gatcacagct 


gcccaatgcc 


tgattgaegg 


aatgtgcaaa 


420 


gtagcaatta 


actggtctgg 


agggtggcat 


catgeaaaga 


aagatgaagc 


atctggtttt 


480 


tgttatctca 


atgatgctgt 


cctgggaata 


ttacgattgc 


gaeggaaatt 


tgagegtatt 


540 


ctctacgtgg 


atttggatct 


gcaccatgga 


gatggtgtag 


aagaegcatt 


cagtttcacc 


600 


tccaaagtca 


tgaccgtgtc 


cctgcacaaa 


ttctccccag 


gatttttccc 


aggaacaggt 


660 


gacgtgtctg 


atgttggcct 


agggaaggga 


eggtactaca 


gtgtaaatgt 


gcccattcag 


720 


gatggcatac 


aagatgaaaa 


atattaccag 


atctgtgaaa 


gtgtactaaa 


ggaagtatac 


780 


caagccttta 


atcccaaagc 


agtggtctta 


cagctgggag 


ctgacacaat 


agctggggat 


840 


cccatgtgct 


cctttaacat 


gactccagtg 


ggaattggca 


agtgtcttaa 


gtacatcctt 


900 


caatggcagt 


tggcaacact 


cattttggga 


ggaggaggct 


ataaccttgc 


caacacggct 


960 


cgatgctgga 


catacttgac 


eggggtcate 


ctagggaaaa 


cactatcctc 


tgagatccca 


1020 


gatcatgagt 


ttttcacagc 


atatggtcct 


gattatgtgc 


tggaaatcac 


gccaagctgc 


1080 


cggccagacc 


geaatgagee 


ccaccgaatc 


caacaaatcc 
Page 


tcaactacat 
14 


caaagggaat 


1140 



SYR-HDAC-5005-U sub seq list 2.ST25 
ctgaagcatg tggtctag 1158 
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